taphylococcus aureus can cause serious infections, toxinoses, and life-threatening illnesses. Staphylocoagulase production represents the major criterion for the detection of S. aureus isolates. As coagulase-deficient clinical isolates of S. aureus have been described, additional use of chromogenic media in S. aureus detection was postulated to represent a highly specific (97%) and sensitive (99% after 48 h) tool in the identification of the organism (1, 3, 4, 7, 8, 10) . In this study, we further investigated the genotypic and phenotypic characteristics of a coagulase-and ␣-glucosidase-deficient variant of S. aureus obtained from bovine mastitis milk.
several unique amino acid changes. The expression levels of malA were compared among MSSA_129 and two phenotypically ␣-glucosidase-positive strains, LRA1 and HG003 (6) , by quantitative real-time PCR. As MSSA_129 expressed malA at levels similar to those in HG003 and even at significantly higher levels than in LRA1 (P ϭ 0.01), the hypothesis that the yellow phenotype may be due to a negative effect of malR polymorphisms on malA expression was dismissed. Complementation of MSSA_129 with the ␣-glucosidase gene of strain HG003 on a plasmid rescued the green phenotype on SAID agar. Complementation of MSSA_129 with its own malA or an empty vector did not alter the phenotype on SAID. We therefore suggest the atypical phenotype on SAID to be due to the sequence polymorphisms discovered in the MSSA_129 ␣-glucosidase gene.
Considering our findings, screening for S. aureus by only RPF and SAID agar harbors the risk of false-negative results, potentially leading to severe therapeutic mistakes.
Materials and Methods, as well as DNA microarray results, are in the supplemental material.
Nucleotide sequence accession numbers. Nucleotide sequences of genes encoding staphylocoagulase (coa), as well as ␣-glucosidase (malA) and its upstream region in the investigated strain MSSA_129, were deposited in GenBank (accession numbers JN861807, JN861808, and JQ403276).
